Published text: a, Distribution and b, count of protein-coding mRNAs and non-coding (ncRNAs) expressed in dopamine neurons annotated in GENOCDE v19. c, Dopamine neuron transcription factors and the molecular machinery required to produce (dopamine decarboxylase, DDC), store (vesicular monoamine transporter 2, SLC18A1), and reuptake (dopamine transporter, SLC6A3) dopamine from the synaptic cleft was highly expressed in dopamine neurons (bold gene symbols in d). d, Expression of the twenty most abundant mRNAs and g, ncRNAs specific to dopamine neurons (magenta bars) compared to pyramidal neurons (cyan bars) (twenty left-most genes) and vice versa (twenty right-most genes) (note that for each RNA the corresponding bars indicating abundance in the second brain cell type, respectively, are also shown and are close to 0; insert in d); median ± m.a.d (median absolute deviation) are shown. N = 86 biologically independent dopamine neuron samples and 13 biologgically independent pyramidal neuron samples, respectively. See the full list of neuron-specific genes in Supplementary Table 3 . e, The Venn diagram shows the number of mRNAs and h, ncRNAs detected exclusively in dopamine neurons (DA), pyramidal neurons (PY), or non-neuronal cells (NN), respectively. f,i, The twenty abundant, cell type-exclusive mRNAs (f) and ncRNAs (i) were sufficient to accurately cluster the 106 individual samples into dopamine, pyramidal, and non-neuronal clusters. DA, substantia nigra dopamine neurons; MCPY, motor cortex pyramidal neurons; TCPY, temporal cortex pyramidal neurons; PBMC, primary human peripheral blood mononuclear cells; FB, primary human fibroblasts.
